Data are presented as median (interquartile range Haplotype association analysis was performed using sliding window method in PLINK. The analyses were adjusted for age and sex. Association was considered significant at P<0.05 after 10,000 permutation tests (P perm ). The analyses were performed on combined genotype dataset of Indo-European samples from stage 1 and stage 2. Risk allele as in the source study (indexed to the positive strand of NCBI build 37). * Direction was + if there was concordance between the source and present study, -if there was discordance.
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§ P for difference in odds ratio of the source and present study. ║ Number of subjects followed in the present study.
∏
Power of the present study based on its sample size and allele frequency to detect the previously reported effect sizes under a log additive model assuming 10% prevalence of type 2 diabetes. 
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